By docking and modeling the individual domains of the perfringolysin monomer into the density maps of In a showpiece for electron microscopy (EM), Tilley et the oligomeric pneumolysin prepore and pore structures, Saibil and colleagues can now propose a series al. (2005) used single-particle cryo-EM to visualize the structural rearrangements in the bacterial toxin pneuof conformational changes that occur in the transition from a soluble monomer into a membrane-inserted molysin that occur when it assembles into a membrane-associated prepore and when the prepore subpore. Each of the four toxin domains plays a specialized role in this highly choreographed process. Briefly, sequently transitions into a fully membrane-inserted pore.
